yellow/magenta) vs. the dimer termed form "a" in Figure 6A , from the unliganded D184N gating ring structure (PDB accession no. 2FY8; green/cyan). B, Aligned/superimposed RCK dimer from the Ba 2+ -bound gating ring, termed "b*" in Figure 6A (PDB accession no. 4EI2; yellow/magenta) vs. the dimer termed form "b" in Figure   6A , from the unliganded D184N gating ring structure (PDB accession no. 2FY8; green/cyan). Ba 2+ ions at site C1 are shown as purple spheres. RMSD values for these alignments are 0.766 and 0.744 for A and B, respectively (Table S1 ). , where d ii is the distance between atom i of structure x and atom i of structure y, and N is the number of matched atoms in each structure. Values in bold indicate pairwise rmsd values < 0.8.
